. -, CD38+,  MEP: CD34+ CD135-, CD45Ra-, CD110+, CD38  mid , CD36-, CD41-MKP: CD34+ CD135-, CD45Ra-, CD110+, CD38  mid , CD36-, CD41+   ERP: CD34+ CD135-, CD45Ra-, A) Summary of the cell surface markers used to sort CMP, MEP, MKP and ERP from PBSC of two donors. B) Analysis of initial single-cell population heterogeneity in CMP, MEP, MKP and ERP sorted for donor-1 samples using ICGS. The heatmap results shown are for the top 60 markers for each cell state (240 genes shown, MarkerFinder output). Cell sorting gates are indicated below the heatmap. Combination of the similar clusters (minimal differences) from the ICGS results for donor 1, for newly selected MarkerFinder genes (left) and donor 2 samples classified against the donor 1 cell state centroids (right). Donor 2 samples include sorted MEP, MKP and ERP, but the MKP and ERP were pooled onto one C1 plate at a 55% to 45% ratio, and are referred to as MIX-1/2 for statistical replication (relate to figure 1C ). C) T-Distributed Stochastic Neighbor Embedding (tSNE) plot indicates cell distribution similar to the unsupervised gene expression heatmap for all differentially expressed genes for all pairwise group comparisons (moderated t-test p-value < 0.05, FDR corrected, fold>2) (relate to figure  1C ). D). Secondary AltAnalyze marker gene heatmap results (top, 59 genes) for the three MEP subpopulations derived using the MarkerFinder algorithm. The heatmap of 2,368 changed genes between all groups (bottom) indicates that only a small set of genes show some bias to form MEP subgroups. Figure S2 . A) Gene expression differences defined using the lmfit function using LIMMA (R) used to categorize all differentially expressed genes (n=2,368) based on pairwise analyses into 13 different groups according to their average expression level from the groups. These 13 expression patterns are shown on the right to illustrate the average expression and standard deviation of each expression profile (relate to figure 2B ). B) "MetaScape" Genome Ontology (GO) enrichment results for the differentially expressed genes for all pairwise group comparisons shown in Figure 1E . Cell cycle regulation is indicated to be the most significantly altered term in the transitions from MEP to MKP and MEP to ERP but not CMP to MEP. Transcription factor regulation is inferred from integrating genome-wide ChIP-X experiments in ChEA and ENCODE data (relate to figure 3B ). figure 4D) . B) Transduced MEP, MKP and ERP cells with Control (sh-CTRL) or sh-MYC assayed for CFU-Mk/E with puromycin selection in semi-solid medium. Colony numbers were normalized with seeded cell number with estimate viral transduction rate as 100 per transduced cell in final (related to figure 4G ). C) Transduced MEP, MKP and ERP cells with Control (sh-CTRL) or sh-p53 assayed for CFU-Mk/E with puromycin selection in semi-solid medium (related to figure 4J ). Colony numbers were normalized as described in Figure S3 . A) Sorted MEP, MKP and ERP cells were transduced with empty vector (CTRL) or overexpression of 2E or 4D vector for overnight and then assayed for CFU-MK/E with puromycin selection (related to figure 6C ).
